The draft genome sequence of the thermophilic sulfate-reducing bacterium "Desulfofundulus salinum" strain 435 T , isolated from condensate water of the Igrim high-temperature gas field (Western Siberia, Russia), is presented here. The genome is annotated to elucidate the taxonomic position of strain 435 T .
mixture was treated with chloroform, followed by centrifugation for 10 min at 9,000 ϫ g. DNA from the supernatant was recovered by adding 0.6 volume of isopropanol. The dried DNA was dissolved in 50 l of Milli-Q water (MQ). The libraries were constructed with the NEBNext DNA library prep reagent set for Illumina, according to the protocol for the kit. Sequencing was undertaken using the Illumina HiSeq 1500 platform with 250-bp single-end reads. Raw reads were quality checked with FastQC version 0.11.7 (12) , and low-quality reads were trimmed using Trimmomatic version 0.36, with default settings (13) . Subsequently, the quality-filtered reads were de novo assembled with SPAdes version 3.11.0 using the default settings (14) . A total of 1,788,819 reads were assembled into 71 contigs larger than 500 bp. The MeDuSa scaffolder, with default parameters (15) , was used to generate scaffolds from the contigs and to perform the mapping against Desulfofundulus kuznetsovii DSM 6115 T (GenBank assembly accession no. GCF_000214705) as a reference genome. The final assembled 2,886,683-bp-long genome comprised 10 scaffolds, with an N 50 value of 2,856,498 bp, GϩC content of 55.1 mol%, and coverage of 137ϫ. Annotations of the contigs were carried out using the NCBI Prokaryotic Genome Annotation Pipeline (PGAP) (16) , which identified 2,909 genes, 2,755 coding sequences, 101 pseudogenes, and 43 tRNA genes. The average nucleotide identity (ANI) (17) and digital DNA-DNA hybridization (dDDH) (18) values of 92.4% and 51.1%, respectively, to the genome of the closest strain D. kuznetsovii DSM 6115 T were below the criteria for assignment to separate species (95 to 96% for ANI and 70% for dDDH) (19) , which indicate that strain 435 T belongs to a new Desulfofundulus species.
Data availability. This whole-genome shotgun project has been deposited at DDBJ/ENA/GenBank under the accession no. RBWE00000000. The version described in this paper is the first version, RBWE01000000. The raw FASTQ reads have been deposited in the NCBI SRA database under the accession no. SRR8069234.
ACKNOWLEDGMENT
This work was supported by the Russian Science Foundation (RSF) through grant 16-14-00028. The funder had no role in the study design, data collection and interpretation, or the decision to submit the work for publication.
